Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.003 Å; R factor = 0.059; wR factor = 0.161; data-to-parameter ratio = 19.3.
Related literature
For background to and applications of heterocylic Schiff bases, see: Nawaz et al. (2009) ; Li et al. (1999) ; Urena et al. (2003) ; Geronikaki et al. (2003) ; Shanker et al. (2009) ; Pandeya et al. (1999) ; Sridhar et al. (2002) ; Nawrocka et al. (2004) . For related structures, see: Eryigit & Kendi (1998) ; Manikandan et al. (2000) . For details of hydrogen-bond motifs, see: Bernstein et al. (1995) .
Experimental
Crystal data C 23 H 23 N 5 O M r = 385.46 Monoclinic, P2 1 =c a = 15.2985 (2) Å b = 7.6827 (1) Å c = 19.6737 (3) Å = 116.905 (1) V = 2062.03 (5) Å 3 Z = 4 Mo K radiation = 0.08 mm À1 T = 296 K 0.45 Â 0.21 Â 0.10 mm
Data collection
Bruker SMART APEXII CCD area-detector diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2009 ) T min = 0.965, T max = 0.992 23014 measured reflections 5993 independent reflections 2881 reflections with I > 2(I) R int = 0.048 Refinement R[F 2 > 2(F 2 )] = 0.059 wR(F 2 ) = 0.161 S = 1.03 5993 reflections 311 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.24 e Å À3 Á min = À0.18 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1 and Cg2 are the centroids of the N4/N5/C11-C13 and C1-C6 rings, respectively. Symmetry codes: (i) Àx þ 1; Ày À 1; Àz À 1; (ii) Àx; Ày À 2; Àz À 1; (iii) Àx þ 1; y À 1 2 ; Àz À 1 2 .
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009 (Nawaz et al., 2009 ). Recently they have found application in drug development for the treatment of allergies (Li et al., 1999) , hypertension (Urena et al., 2003) , inflammation (Geronikaki et al., 20003) , bacterial (Shanker et al., 2009) , HIV infections (Pandeya et al., 1999) and hypnotics (Sridhar et al., 2002) . More recently they have also been used for the treatment of pain acting as fibrinogen receptor antagonists with antithrombotic activity (Nawrocka et al., 2004) . Due to wide application of pyrazoline-containing Schiff bases, we have synthesized a novel pyrazoline-containing Schiff base from 4-aminophenazone.
In the title compound ( Fig. 1 Å; N5-C13 = 1.357 (2) Å; N1-C7 = 1.404 (2) Å; N2-C20 = 1.467 (2) Å; N4-C12 = 1.325 (2) Å and N5-C14 = 1.429 (2) are normal for C-N single-bond distances. The distance between C10-N3 (1.287 (2) Å) is typical for a C═N double-bond distance. These bonds are comparable with those in N-(1H-benzoimidazol-2-ylmethyl)-N-(2,6-dichlorophenyl) amine (Eryigit & Kendi, 1998) . The N1-N2 and N4-N5 (1.4082 (19) Å & 1.3702 (19) Å) single-bond lengths are comparable with those in 2,6-bis(3,5-dimethylpyrazol-1-ylmethyl) pyridine (Manikandan et al., 2000) . An weak intramolecular C10-H10A···O1 hydrogen bond interaction generates an S(6) ring motif (Bernstein et al., 1995) .
In the crystal structure ( Fig. 2 ) there are no classical hydrogen bonds but stabilization is provided by weak C20-H20C···Cg1 i , C19-H19A···Cg2 ii and C22-H22B···Cg2 iii interactions (see Table 1 for symmetry codes). Cg1 and Cg2 are the centroids of rings (N4/N5/C11-C13) and (C1-C6) rings respectively.
Experimental
A mixture of 4-aminophenazone (0.50g, 0.0025 mol) and 3,5-dimethyl-1-phenylpyrazole-4-carbaxaldehyde (0.50 g, 0.0025 mol) in methanol (15 mL) was heated for 3 h to give a yellow precipitate. It was then filtered and washed with methanol to gives the pure schiff bases ( I). Colourless crystals of (I) are recrystallized from methanol. Yield: 68%; m. p. 206°C. IR supplementary materials sup-2 Refinement Atoms H1A, H2A, H3A, H4A, H5A, H10A, H15A, H16A, H17A, H18A and H19A were located from a difference Fourier maps and refined freely. The methyl H atoms were positioned geometrically [C-H = 0.96 Å] and were refined using a riding model, with U iso (H) = 1.5U eq (C). A rotating group model was used for the methyl group. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq O1 0.11416 (10) 0.47531 (17) 0.60512 (9) 0.0735 (5) (13) 0.0000 (7) 0.0432 (9) 0.0135 (8) N1 0.0454 (9) 0.0419 (8) 0.0686 (11) −0.0020 (7) 0.0289 (8) 0.0045 (7) N2 0.0494 (9) 0.0372 (8) 0.0616 (10) −0.0071 (7) 0.0304 (8) −0.0037 (7) supplementary materials sup-5 N3 0.0456 (9) 0.0494 (9) 0.0511 (9) −0.0080 (7) 0.0263 (7) −0.0023 (7) N4 0.0458 (9) 0.0490 (9) 0.0560 (10) −0.0008 (7) 0.0212 (7) 0.0111 (7) N5 0.0415 (9) 0.0408 (8) 0.0467 (9) −0.0013 (6) 0.0211 (7) 0.0051 (7) ( 
